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mouse 
databases 286 
developmental mutants 99 
ENU mutagenesis screens 99, 285 
epigenetic inheritance (JC) 116 
Fhit and cancer (JC) 294 
functional genomics 285 
knockouts 363, 389 
male infertility 567 
mitochondrial DNA heteroplasmy 502 
mitochondrial dysfunction model 
(JC) 487 
mutagenesis (MR) 540 
structural genomics 283 
thaplotypes 240 
Werner syndrome model 218 
Mouse Gene Expression Database (I) 188 
MRT-2 checkpoint protein (JC) 246 
Muir-Torre syndrome (JC) 294 
Miiller’s ratchet 65 (L), 318, 501 
multicellular development 191 
multivariate analyses, twin studies 133 
mutagenesis of herpesviruses 254 
mutant characterization 101 
mutation data mining (GA) 198 
mutations 
male infertility 565 
in microsatellite DNA 551 
in promoters (JC) 204 
Mycobacterium tuberculosis, inositol-1- 
phosphate synthetase 111 
Mycoplasma genitalium, minimal genome 
construction (JC) 116 
myocytes 383 
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natural selection 
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neurodegeneration 161, 245 (JC) 
neuronal connectivity 221 
Neurospora crassa 
circadian rhythms 137, 292 (MR) 
model system (MR) 291 
neutral evolution, Kimura’s theory 475, 526 
NF-KB 444 
NF1I (JC) 542 
‘no-phenotype’ knockouts 475 
Nodal signalling 307 
nonhomologous DNA repair mechanisms 
261 
nuclear proteins, expression levels 
(GA) 426 
nucleolar dominance 495 
nucleolar proteins and the pachytene 
checkpoint 398 
nucleolus organizer regions 496 
nucleosome remodelling complexes 345 
nucleosomes (I) 517 
nucleotide diversity in human populations 
(GA) 335 
NuRD complex 351 
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oncogenes 147 
one-eyed pinhead 303 
opsin evolution (L) 158 
organellar genes 
PEX 340 
transfer to nucleus 65 (L), 315 
organizers 237 
organogenesis 125 
origins of replication 59 (GA), 113 (MR) 
ortholog detection (GA) 9 
orthology, defined 228 
oscillators, circadian rhythms 135, 477 
Otx2 237 
ovarian cancer 69 
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P,, proteins (GA) 12 
pacemaking and conduction, heart 387 
PACEs (GA) 533 
pachytene checkpoint 395 
Paired-like genes | 
paralog groups, Hox genes (L) 66 
parental origin effects 573 
Parkinson’s disease (JC) 245 
parology, defined 228 
partner factors and SOX proteins 184 
PAS domains 135, 479 
pathogen recognition, innate immune system 
442 
pathogenicity islands (MR) 115 
patterning 
BMP-like pathways 31 
endoderm 125 
head | 
Hox genes 54 
LIM-HD proteins 75 
proteoglycans 207 


Pax 6 244 (L), 245 (L) 
PBX-HOX binding (L) 66 
pedigree analysis 552 
Pelle/Pellino homologues (L) 294 
period (per) clock mutants 477 
peroxisome biogenesis disorders 340 
peroxisome membrane synthesis 343 
PEX genes 340 
phenotypic variation, non-synonymous 
SNPS (GA) 198 
phototaxis of Dictyostelium (JC) 440 
phytochromes (JC) 339 
PIF3 (JC) 339 
pineal eye 244 (L), 245 (L) 
PipMaker server 372 
plant retroviruses (GA) 151 
plant—pathogen recognition 450 
plants 
disease resistance 449 
origin of CMP—KDO synthetase 
(GA) 432 
see also Arabidopsis thaliana 
plastid genes 65 (L), 315 
platelet-derived growth factor receptor 
family 268 
pleiotropic mutations and male infertility 
569 
Polled/Intersex Syndrome 493 
pollen coat proteins 373 
Polycomb group proteins 352 
polyglutamine repeat diseases 164 
population genomics (L) 435 
population history and human variation 
300, 381 (MR) 
population-specific alleles 93 
position-specific codon conservation (GA) 57 
positive gene regulation 561 
prion-mediated diversity, Saccharomyces 
cerevisiae (JC) 543 
prokaryotes see Archaea, Bacteria 
promoters 
Drosophila 35 
in gene therapy 174 
hypermethylation 169 
maize b mutations (JC) 204 
promoter specificity of Swi/Snf 347 
protease activity of ADAMs 83 
protein kinase B (JC) 441 
protein kinase C 281 
protein metabolism and ageing 509 
protein structure and non-synonymous SNPs 
(GA) 198 
protein—protein interactions 204 (JC) 407 
proteins 
arm—domain interactions 564 
expression mapping 7 
identification in complexes 7 
length distributions (GA) 107 
mass spectrometry 5 
novel (GA) 533 
subcellular localization and 
expression level (GA) 426 


proteoglycans 206 

proteomics 5, 533 

pseudoautosomal region in sex 
chromosomes (L) 67 

Pseudomonas aeruginosa (JC) 487 

pulmonary circulation 386 

pupoid fetus (pf/pf) mice (L) 482 
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R genes, plants 449 
radI* (JC) 246 
radiation hybrid (RH) maps 120, 283, 
457 
rediation-produced chromosome aberrations 
143 
random genetic drift and mitochondrial 
DNA heteroplasmy 500 
RasD (JC) 440 
realizator genes 225 
rearranged during transformation (RET) 
family 266 
receptor tyrosine kinase mutations 
265 
Recombinant DNA Advisory Committee 
272 
RecQ helicase family 213 
RefSeq (I) 44 
Repbase Update (1) 418 
repeated epilation (Er/Er) mice 
(L) 482 
replication slippage 553 
replisomes 88 
representational differential analysis 
(L) 435 
repressor/activator protein | (RAPI) 51 
retinitis pigmentosa 162 
retrograde response and longevity 506 
retrotransposons (MR) 201 
retroviruses 
mutators/antimutators 515 
in plants (GA) 151 
reverse gyrase (GA) 152 
reverse transcriptases (GA) 151 
rhodopsin 244 (L), 245 (L) 
ribosomal RNA genes 495 
ribosomes 
RPS14 (GA) 529 
translation initiation 469 
ribozymes 17 (L), 18 (L) 
RING finger of BRCA1 69 
risks of genetic research 93 
RNA see messenger RNA, transfer RNA 
RNA helicases (JC) 68 
RNA polymerase X-ray structures 
(JC) 20 
RNA viruses, mutators/antimutators 
514 
RNA world 17 (L), 18 (L) 
RNaselll (JC) 68 
RpS14 (GA) 529 
RT-PCR 423 
RUMMAGE (I) 519 
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S-locus 373 
Saccharomyces cerevisiae 
aneuploidy (JC) 441 
biochemical genomics 49 
DNA repair 260 
metabolism and ageing 506 
microsatellites 557 
pachytene checkpoint 395 
prion-mediated diversity (JC) 543 
protein-protein interactions (JC) 204 
RAP! 51 
regulation of adjacent genes (GA) 109 
Swi/Snf family 345 
salicylic acid 451 
Schizosaccharomyces pombe 
543 (JC) 
science policy 329 
SDC-2 251 
selection tests 526 
see also natural selection 
selector genes 225 
self-incompatibility, flowering plants 373 
Sema3A (JC) 486 
sensory neurons 22] 
‘sequential cell context’ model, morphogen 
action 41 
serial analysis of gene expression (SAGE) 
423 
sex determination 
Caenorhabditis elegans 247 
mammals 488 
sex-determining region Y 356, 488 
sex-] 248 
SF-1 489 
sheddases 83 
shoot apical meristem maintenance (JC) 
246 
signalling 
conservation of pathways 34 
Drosophila antimicrobial genes 444 
EGF-CFC genes 306 
growth factor 207 
integrins 393 
in mammalian development 99 
and morphogens 41 
Netrin (JC) 486 
Nodal 307 
in plant disease resistance 449 
protein kinase B (JC) 441 
RasD (JC) 440 
receptor tyrosine kinase 265 
TGFB 27, 205 (JC), 538 (MR) 
Toll 292 (L), 339 (JC) 
Wnt 205 (JC), 537 (MR) 
Wnt/Ca** pathway 279 
SIN3 complex 351 
Sindbis viral vectors (JC) 67 
single nucleotide polymorphisms see SNPs 
Sir2 (JC) 160 
site-directed mutagenesis, BACs 256 
size regulation, Dictyostelium 191 
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SLI 496 

Sma/Mab pathway 30 

Smads 27 

SMART search engine (MR) 16 
smlA_ 191 

SNPpipeline 105 

SNPs_ 105, 296 


human (GA) 335 
non-synonymous (GA) 198 
WWW SNP finder tool (1) 416 

SOX proteins 182, 489 

soybean S/RE-/ retroelements (GA) 151 

spectinomycin (spc) operon (GA) 529 

spermatogenesis 566 

standard neutral model and human variation 

296 

stem cells (MR) 156 

suprachiasmatic nucleus 477 

Swi/Snf family 345 

am synuclein (JC) 245 

Syrian hamster tau gene 477 
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thaplotypes 240 
tau clock mutant 477 
TBASE 363 
teleost fish 54 
telomeres 51, 194, 246 (JC) 
tetracycline system 147 
tetramer skews (GA) 59 
TFUD (JC) 295 
TGFB family 27, 538 (MR) 
interaction with Wnt (JC) 205 
Nodal signalling 307 
thermophiles, gene fission (GA) 9 
Thermotoga maritima 
origin of replication (GA) 59 
reverse gyrase (GA) 152 
TLR4 (JC) 339 
Toll signalling pathways 292 (L), 339 (JC) 
topographic maps (JC) 382 
transcription factor binding sites (GA) 109 
transcription factors 
and cancer (MR) 200 
regional expression in endoderm 125 
SOX proteins 182 
transcription—translation feedback loop 
model, circadian clocks 135 
transcriptional regulation 
BRCAI and BRCA2 72 
Escherichia coli MalT 404 
MBDs_ 20 
Swi/Snf family 345 
transcriptional targeting 174 
transfer RNA 
evolution 17 (L), 18 (L) 
gene copy number and codon usage 
(GA) 287 
organelles 318 
transforming growth factor B see TGFB 
transgene expression 147, 311 
transgenic mice 147, 285 


transgenic Xenopus laevis (JC) 338 
translation initiation, eukaryotes 469 
transmembrane proteins, ADAMs_ 83 
transmission ratio distortion 240 
transposable elements 155 (MR), 201 (MR) 
chromosomal rearrangements 461 
mutagenesis of BACs 256 
Repbase Update (I) 418 
transposase 461 
tropomyosin receptor kinase family 270 
Tumor Gene Index 103 
tumorigenesis 
DNA hypermethylation 168 
Drosophila model 33 
oncogenes 147 
suppression by BRCAI and BRCA2 
69 
see also cancer 
tumour maintenance and regression 147 
tumour suppressors 
in Drosophila 33 
proteoglycans 206 
tumour targeting in gene therapy 174 
twin studies 131] 
tyrosine kinase with Ig and EGF (TIE) 
family 268 
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ubiquitination 
of histones (JC) 160 
role of BRCAI 69 
US science funding 329 


V2 interneuron genes (JC) 19 
vaccines 244 (MR), 258 
vacuolar proton-conducting ATPases (JC) 
159 
vascular endothelial growth factor receptor 
(VEGEFR) family 269 
V(D)J recombination 462 
ventricle development 385 
vertebrate heart components 385 
viral vectors 
adenovirus hazard 274 
herpesvirus 258 
use in arthropods (JC) 67 
virtual reality environments (I) 232 
virus mutators/antimutators 512 
viruses, in gene therapy 174, 274 
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Werner syndrome 213 

wingless, morphogen activity 40 

Wnt signalling 116 (JC), 279, 537 (MR) 

Wnt-TGFf signalling interaction (JC) 205 

Wolbachia 162, 378 (MR) 

working draft, human genome sequence | 
369, 456 

WRN 213 

WTI 489 
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X 
X chromosomes 
dose in Caenorhabditis elegans 
247 
evolutionary strata (JC) 67 
inactivation centres 64 (MR), 
290 (MR) 
tRNA gene density 
(GA) 289 
X-ray structures, RNA polymerases 
(JC) 20 


X-signal elements 248 
Xbra (JC) 338 
xenology, defined 228 
Xenopus laevis 
activin 41 
signalling 
(MR) 538 
Wnt signalling 
(MR) 537 
xol-1 247 
XX males 358, 491 
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Y chromosomes 356, 566 

yeast see Saccharomyces cerevisiae, 
Schizosaccharomyces pombe 
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EGF-CFC gene 303 
heart formation 383 
zfOC1 (GA) 60 
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